With the enormous increase in the rate of sequencing DNA fragments, it was clear some years ago that a large computerized database of sequences would be essential for research in Molecular Biology, and that such an operation should be done, at least in Europe, on an international basis. Consequently, in 1982, a nucleic acid sequence data library was set up by the European Molecular Biology Laboratory (EMBL) at Heidelberg. The first release contained 568 entries comprising over 500000 bases. The latest version (release 3.0) has 1481 entries totalling over 1.6 million bases (Cameron et al., 1983) .
The layout of the database is designed for both human and computer readability. Each entry in the EMBL library is labelled by a short (6-8 character) sequence identifier, providing a unique reference for each entry which is used in the indexes. The structure of a typical entry is shown in Fig.  1 . The nature of the information on each line is specified by a two-letter line code at the front of each line and includes a description of the sequence, the source organism, keywords, references, a table of any interesting features and the sequence itself. The feature table is especially useful as it defines regions of biological significance, as well as sequence ambiguities. It lists regions of transcriptional significance (e.g. the extent of primary transcripts, introns, exons, tRNA genes); control regions (e.g. promotors, ribosome-binding sites and origins of replication); transposons and inverted repeats; and mutations, conflicts and uncertain assignments. The feature table is easily read by computer for automatic processing of sequences, e.g. 'splicing' of mRNA and 'translation' to protein sequences (Bishop, 1984) .
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The EMBL library is being maintained on the IBM 3081 at Cambridge, along with the manual and seven indexes. These, together with a wide variety of programs for sequence analysis and search and retrieval of sequences from the database, are available for interactive use. The system is an integrated one in which users can key in one line to receive information on the facilities available and access documentation for the program. The programs may be run on-line simply by typing in the program name. Examples of the facilities available are shown in Figs. 2 to 5. Fig. 2 shows the 'primary menu' that is used to select, for instance, a description of the files (Fig. 3) and facilities (Fig.  4) of the system. Alternatively a menu of programs for DNA sequence analysis can be selected (Fig. 5) .
The Los Alamos library, GenBank, is also available to users of the system as it contains, at present, many sequences not in the EMBL library. The GenBank sequences can be used for input to the standard analysis programs. A very comprehensive database is thus available to users. In addition there are programs for searching protein sequence databases, and for analysis of protein sequences. The system is presently being used by over 30 researchers in eight departments in the University and in local research institutes. These users can keep in touch with each other via the MAIL command. The M.R.C. is supporting the extension of these facilities to researchers at Universities and institutes throughout the U.K. on the Joint Academic network (JANET) and those interested should contact one of the authors for further details of the facilities.
A further development of the system will be the centralized collection of nucleic acid sequences from research groups in the U.K. The data will be transferred to EMBL at appropriate intervals. Direct input of sequences in machine readable form will be of considerable benefit, since it will minimize transcription errors and will reduce p r i.n t enb 1 . d na : 1-1 sag 1 t . U00488;
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